What is claimed is: 

1 . A molecule or molecuAu* complex comprising at least a portion of a Hepatitis C vims 
helicase or Hepatitis C viru^elicase-like domain 1/domain 2 interface, wherein the domain 
1/domain 2 interface comprises amino acids 205-209, 232-238, 415-420 and 460-467, the 
domain 1/domain 2 interface bWig defined by a set of points having a root mean square 
deviation of less than about 1.5 A from points representing the backbone atoms of said amino 
acids as represented by the structure coordinates of UHCV-A, UHCV-B, or UHHO as listed 
in Tables 1, 2, or 3 respectively. \ 

2. A molecule or molecular complex comprising at least a portion of a Hepatitis C vims 
hehcase or Hepatitis C virus helicase-iike oligopucl^tide binding site, wherein the 
oUgonucleotide binding site comprises! aprfno acids selected from the group consisting of (1) 
domain 1 oligonucleotide binding site'^ino acids 230-232, 255, 269, and 270-272, and (2) 
domain 2 oligonucleotide binding ^te amino acip 391-393, 41 1-413, 415, 416 and 460; the 
oligonucleotide binding site being definea bv^set of points having a root mean square 
deviation of less than about 1.5A from pmms iKpresenting^e backbone atoms of said amino 
acids as represented by the strucmF^-edordmates'^f^^ UHCV-B, or UHHO as listed 
in Tables 1, 2, or 3 respectively. \ 

3. A Hepatitis C virus helicase molecule or molecular complex comprising at least a first and 
a second oligonucleotide binding site, wherein me distance between the first and the second 
oligonucleotide binding sites is less than about 21 angstroms. 

4. The Hepatitis C virus helicase molecule or molecular complex of claim 3, wherein the 
distance between the first and the second oligonucleotide binding sites is about 18.8 to about 
19.5 angstroms. \ 

5. A molecule or molecular complex that is structurally nbmologous to a Hepatitis C virus 
helicase molecule or molecular complex, wherein the Hepatitis C virus helicase molecule or 
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molecularVomplex is represented by at least a portion of the structure coordinates listed in 
Tables l,2,Vr 3. 

6. A scalable tnree-dimensional configuration of points, at least a portion of said points 
derived from stnzctoe coordinates of at least a portion of a Hepatitis C virus helicase 
molecule or molecmar complex as listed in Tables 1, 2, or 3 and comprising at least one of a 
Hepatitis C virus helrcase or Hepatitis C vinjsJieUcase-like domain 1/domain 2 interface, 
domain 1 oligonucleotfde binding site^^eff^domain 2 oligonucleotide binding site. 
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10 7. The scalable three-dim^isio^al cjefnffeuration of points of claim 6, wherein substantially 
all of said points are derived^'om structure coordinates of a Hepatitis C virus helicase 
molecule or molecular cqmples^ as liste^in Tables 1, 2,5>r 3. 

8. The scalable three-;&imensional\o/^iguratipil^f points of claim 6 w^herein at least a 
15 portion of the points derived from li^epatitis C virus helicase structure coordinates are 
derived from structure coordin^s reprei^enting the locations of at least the backbone atoms 
of amino acids selected^fteBcfthe group consisting of (1) domain 1/domain 2 interface amino 
acids 205-209, 232-238, 415-420 and 460-467, (2) domain 1 oligonucleotide binding site 
amino acids 230-232, 255, 269, and 270-272, dnd (3) domain 2 oligonucleotide bmding site 
20 amino acids 391-393, 411-413, 415, 416 and 460\as represented by structure coordinates of 
UHCV-A, UHCV-B, or UHHO in Tables 1, 2, and\ respectively. 
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9. The scalable three-dimensional configuration of poims of claim 6 displayed as a 
holographic image, a stereodiagram, a model or a computet-displayed image. 

10. A scalable three-dimensional configuration of points, at least a portion of the points 
derived from structure coordinates of at least a portion of a molecule or a molecular complex 
that is structurally homologous to a Hepatitis C virus helicase molecule or molecular 
complex and comprises at least one of a Hepatitis C virus helicas^ or Ffepatitis C virus 
helicase-like domain 1/domain 2 interface, domain 1 oligonucleotide bina|pg site, or domain 
2 oligonucleotide binding site. 
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1 l.^e scalable three-dimensional configuration of points of claim 10 displayed as a 
holognmhic image, a stereodiagram, a model or a computer-displayed image. 

12. A madjune-readable data storage medium comprising a data storage material encoded 
with machineyreadable data which, when using a machine programmed with instructions for 
using said data^is capable of displaying a graphical three-dimensional representation of at 
least one moleculVor molecular complex selected from the group consisting of: 

(i) a molecule Or molecular complex comprising at least a portion of a Hepatitis C virus 
helicase or Hepatitis Cwirus helicase-like domain 1/domain 2 interface, wherein the domain 
1 /domain 2 interface conWises amino acids 205-209, 232-238, 415-420 and 460-467, the 
domain 1/domain 2 interfac^being^i^ned by a set of points having a root mean square 
deviation of less than about l.Sif from points representmg the backbone atoms of said amino 
acids as represented by the striicVe coordinates of UHCV-A, UHCV-B, or UHHO as listed 
in Tables 1, 2, or 3 respectively; \ / 

(ii) a molecule or molecular con^Wex compmfag at least a portion of a Hepatitis C virus 
helicase or Hepatitis C vinls helicaife-lM^iQlig^ucleotide binding site, wherein the 
oligonucleotide binding sitfe comprises amirio acids selected from the group consisting of (1) 
domain 1 oligonucleotide binaSig site amino abdds 230-232, 255, 269, and 270-272, and (2) 
domain 2 oligonucleotide binding site amino acids 391-393, 41 1-413, 415, 416 and 460; the 
oligonucleotide binding site being defined by a set points having a root mean square 
deviation of less than about 1.5 A from points represerrting the backbone atoms of said amino 
acids as represented by the structure coordinates of UHcVa, UHCV-B, or UHHO as listed 
in Tables 1, 2, or 3 respectively; \ 

(iii) a Hepatitis C virus helicase molecule or molecular c(^lex comprising at least a 
first and a second oligonucleotide binding site, wherein the distan^^between the first and the 
second oligonucleotide binding sites is less than about 21 angstroms^^nd 

(iv) a molecule or molecular complex that is structurally homologous to a Hepatitis C 
virus helicase molecule or molecular complex, wherein the Hepatitis C vinte helicase 
molecule or molecular complex is represented by at least a portion of the stnAture 
coordinates listed in Tables 1, 2, or 3. 



54 



13. A machine-readable data storage medium comprising a data storage material encoded 
with aWst set of machine readable data which, when combined with a second set of machine 
readable data, using a machine programmed with instructions for using said first set of data 
and said aecond set of data, can determine at least a portion of the structure coordinates 
corresponding to the second set of machine readable data, wherein said first set of data 
comprises a Fourier transform of at least a portion of the structure coordinates for Hepatitis C 
virus helicase iWd in Tables 1, 2, or 3; and said second set of data comprises an x-ray 
diffraction patternSof a molecule or molecular complex of unknown structure. 

14. A method for obtaming structural information about a molecule or a molecular complex 
of unknown structure comorising: 

crystallizing the molecule or mdlecular complex; 

generating an x-ray diffraaton pattem from the crystallized molecule or molecular 
complex; / \ 

applying at least a pomon of tfte^tructure/^oordinates set forth in Tables 1, 2, or 3 to the 
x-ray diffraction pattem to generator a^rgjg^imensional electron density map of at least a 
portion of the molecule or molecular complex whose structure is unknown. 

15. A method for homolog^/modeling a Hepatitis C virus helicase homolog comprising: 
aligning the amino acid sequence of a Hepatitis C virus helicase homolog with an amino 

acid sequence of Hepatitis C virus helicase (SEQ 113 NO: 1) and incorporating the sequence 
of the Hepatitis C virus helicase homolog into a model^pf Hepatitis C virus helicase derived 
from structure coordinates set forth in Tables 1, 2, or 3 tosvield a preliminary model of the 
Hepatitis C virus helicase homolog; \ 

subjecting the preliminary model to energy niininiization to yield an energy minimized 
model; \ 

remodeling regions of the energy mmimized model where stereochemistry restraints are 
violated to yield a final model of the Hepatitis C virus helicase homology 
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16. A computer-assisted method for identifying an inhibitor of Hepatitis C virus helicase 
activityycomprising: 

supplying a computer modeling application with a set of structure coordinates for at 
least a portion of at least one molecule or molecular complex selected from the group 
consisting of: 

(i) a motecule or molecular complex comprising at least a portion of a Hepatitis C virus 
helicase or Hepatitis C virus helicase-like domain 1 /domain 2 interface, wherein the domain 
1/domain 2 inteifece comprises amino acids 205-209, 232-238, 415-420 and 460-467, the 
domain 1/domain zSmterface being defined by a set of points having a root mean square 
deviation of less than about 1,5 A from pomts representing the backbone atoms of said amino 
acids as represented by ffie structure coordinates of UHCV-A, UHCV-B, or UHHO as listed 
in Tables 1, 2, or 3 respectively; 

(ii) a molecule or molecular complex comprising at least a portion of a Hepatitis C virus 
helicase or Hepatitis C virus helic!s^e-like oligonucleotide binding site, wherein the 
oligonucleotide binding site comprig^s^^ acids selected from the group consisting of (1) 
domain 1 oligonucleotide binding si^Amind acids 230-/32, 255, 269, and 270-272, and (2) 
domain 2 oligonucleotide bindingySite anWf acids 3^-393, 411-413, 415, 416 and 460; the 
oligonucleotide binding site being defined/bW points having a root mean square 
deviation of less than about 1 .5A from /oints f^resenting the backbone atoms of said amino 
acids as represented by the strucV^r^ordinatesV UHCV-A, UHCV-B, or UHHO as listed 
in Tables 1, 2, or 3 respectively; \ 

(iii) a Hepatitis C virus helicase molecule or molecular complex comprising at least a 
first and a second oligonucleotide binding site, wherein me distance between the fn-st and the 
second oligonucleotide binding sites is less than about 21 angstroms; and 

(iv) a molecule or molecular complex that is structurally iWiologous to a Hepatitis C 
virus helicase molecule or molecular complex, wherein the Hepatitis C virus helicase 
molecule or molecular complex is represented by at least a portion oMie structure 
coordinates listed in Tables 1, 2, or 3; \ 

wherein said portion of the molecule comprises at least one HCV binding site selected 
from the group consisting of an oligonucleotide binding site on domain 1, an dUgonucleotide 
binding site on domain 2, an NTP binding site, and a domain 1/domain 2 interface 
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supplying the computer modeling application with a set of structure coordinates of a 
chemical entity; and 

determbiing whether the chemical entity is expected to bind to or interfere with the 
molecule or molecular complex. 

17. The method of claim 16 wherein determining whether the chemical entity is expected to 
bmd to or interfereWth the molecule or molecular complex comprises performing a fitting 
operation between the chemical entity and a binding site of the molecule or molecular 
complex, followed byVomputationally analyzing the results of the fitting operation to 
quantify the association^etween the chemical entity and the binding site. 

18. The method of claim iGi further comprising screening a library of chemical entities. 

19. A computer-assisted method foyi€si^iing an inhibitor of Hepatitis C virus heUcase 
activity comprising: V 

supplymg a computer mod)flina. application with4 set of structure coordinates of at least 
a portion of at least one molecule or molecular cona^lex selected from the group consisting 
of: / A / 

(i) a molecule or mofecular^oi^K^ at least a portion of a Hepatitis C 

virus helicase or Hepatitis c\r<s helicase^ike domain 1/domain 2 interface, wherein the 
domain 1/domam 2 interface comprises aminoVids 205-209, 232-238, 415-420 and 460- 
467, the domain 1/domain 2 interface being defiMd by a set of points having a root mean 
square deviation of less than about 1.5 A from point^epresenting the backbone atoms of said 
amino acids as represented by the structure coordinatesS?f UHCV-A, UHCV-B, or UHHO as 
listed in Tables 1 , 2, or 3 respectively; \ 

(ii) a molecule or molecular complex comprising at leaslu portion of a Hepatitis C virus 
helicase or Hepatitis C virus helicase-like oligonucleotide bindmg site, wherein the 
oligonucleotide binding site comprises amino acids selected from the group consisting of (1) 
domain 1 oligonucleotide binding site amino acids 230-232, 255, 269Sand 270-272, and (2) 
domain 2 oligonucleotide binding site amino acids 391-393, 411-413, 4r6, 416 and 460; the 
oligonucleotide binding site being defined by a set of points having a root mean square 
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deviation oY less than about 1 .5A from points representing the backbone atoms of said amino 
acids as represented by the structure coordinates of UHCV-A, UHCV-B, or UHHO as listed 
in Tables 1, 2, or 3 respectively; 

(iii) a Hepautis C virus helicase molecule or molecular complex comprising at least a 
first and a second oligonucleotide binding site, wherein the distance between the first and the 
second oligonucleotide binding sites is less than about 21 angstroms; and 

(iv) a molecule itf molecular complex that is structurally homologous to a Hepatitis C 
virus helicase molecule^or molecular complex, wherein the Hepatitis C virus helicase 
molecule or molecular complex is represented by at least a portion of the structure 
coordinates listed in Tables\l, 2, or 3; 

wherein said portion of the molecule comprises at least one HCV binding site selected 
from the group consisting of anx^ligonucleotide binding site on domain 1, an oligonucleotide 
binding site on domain 2, an NTPYinding sjte. and a domain 1 /domain 2 interface; 

supplying the computer modelmg^plication with a set of structure coordinates for a 
chemical entity; /\ / 

evaluating the potential binding mt^acwons between the chemical entity and substrate 
binding site of the molecule or molecular cwnplex; / 

structurally modifying the iheniical Giitn!^^:D ^ a set of structure coordinates for a 
modified chemical entity; and V / \ 

determining whether the modiSed chemical efatity is an inhibitor expected to bind to or 
interfere with the molecule or molecular complex, v^rein binding to or interfering with the 
molecule or molecular complex is indicative of potential inhibition of Hepatitis C virus 
helicase activity. \ 

20. The method of claim 19 wherein determining whether the isnodified chemical entity is an 
inhibitor expected to bind to or interfere with the molecxile or molecular complex comprises 
performing a fitting operation between the chemical entity and a binding site of the molecule 
or molecular complex, followed by computationally analyziag the results of the fitting 
operation to quantify the association between the chemical entity and th^inding site. 
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21. ThV method of claim 19 wherein the set of structure coordinates for the chemical entity is 
obtained Vom a chemical fragment library. 

22. A compMer-assisted method for designing an inhibitor of Hepatitis C virus helicase 
activity de novo comprising: 

supplying a computer modeling application with a set of structure coordmates of at least 
a portion of at lealst one molecule or molecular complex selected from the group consisting 
of: \ 

(i) a moleculeVr molecular complex comprising at least a portion of a Hepatitis C 
virus helicase or Hepatitis C virus helicase-like domain 1 /domain 2 interface, wherein the 
domain 1/domam 2 internee comprises amino acids 205-209, 232-238, 415-420 and 460- 
467, the domain 1 /domain 2 Viterface being defined by a set of points having a root mean 
square deviation of less than aftoirt/OA from pomts representing the backbone atoms of said 
amino acids as represented by tHeSstructure coordinate/of UHCV-A, UHCV-B, or UHHO as 
listed in Tables 1, 2, or 3 respectively;/ / 

(ii) a molecule or molecular cori^ex comprising at least a portion of a Hepatitis C virus 
helicase or Hepatitis C vtfus helicase-like^igonucleotide binding site, wherein the 
oligonucleotide binding lite comprises amino acids selected from the group consisting of (1) 
domain 1 oUgonucleotideWmng site amino a»dds 230-232, 255, 269, and 270-272, and (2) 
domain 2 oligonucleotide binding site amino acids 391-393, 411-413, 415, 416 and 460; the 
oligonucleotide binding site being defined by a set of points having a root mean square 
deviation of less than about 1.5 A from pomts representing the backbone atoms of said amino 
acids as represented by the structure coordinates of UHO^-A, UHCV-B, or UHHO as listed 
in Tables 1 , 2, or 3 respectively; \ 

(iii) a Hepatitis C virus helicase molecule or molecular ciomplex comprising at least a 
first and a second oligonucleotide binding site, wherein the distance between the first and the 
second oligonucleotide binding sites is less than about 21 angstroms; and 

(iv) a molecule or molecular complex that is structurally homologous to a Hepatitis C 
virus helicase molecule or molecular complex, wherein the Hepatitis C virus helicase 
molecule or molecular complex is represented by at least a portion of the structure 
coordinates listed in Tables 1, 2, or 3; \ 
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wherein saidtoortion of the molecule comprises at least one HCV bmding site selected 
from the group coikisting of an oligonucleotide binding site on domain 1, an oligonucleotide 
binding site on donW 2, an NTP binding site, and a domain 1 /domain 2 interface; 

computationally building a chemical entity represented by set of structure coordinates; 
and \ 

determining whemer the chemical entity is an inhibitor expected to bind to or interfere 
with the molecule or m&lecular complex, wherein binding to or mterfering with the molecule 
or molecular complex is Wicative of potential inhibition of Hepatitis C virus heUcase 
activity. \ 

23. The method of claim 22Wherein determining whether the chemical entity is m inhibitor 
expected to bind to or interferes with the molecule or molecular complex comprises 
performing a fitting operation bVtween the chemical entity and a binding site of the molecule 
or molecular complex, followed »iv cdSjmtationally analyzing the results of the fitting 
operation to quantify the associatio^ki between the chemical entity and the binding site. 

24. The method of any of claims 16, lyjpr 22 further comprising supplyuig or synthesizing 
the potential inhibitor, then assaying thfcf^tential inhibitor to determine whether it inhibits 
Hepatitis C virus helicase actrdty.y/ V — 

25. A method for making an mhibitor of Hepatitis C virus helicase activity, the method 
comprising chemically or enzymatically synthesiziW a chemical entity to yield an inhibitor of 
Hepatitis C virus helicase activity, the chemical enti^having been identified during a 
computer-assisted process comprising supplying a computer modeling application with a set 
of structure coordmates of a molecule or molecular compK^x, the molecule or molecular 
complex comprising at least a portion of at least one of a Hetotitis C virus helicase or 
Hepatitis C virus helicase-like binding site; supplying the computer modeling application 
with a set of structure coordinates of a chemical entity; and deternwning whether the chemical 
entity is expected to bind to or mterfere with the molecule or molecVar complex at a binding 
site, wherein binding to or interfering with the molecule or molecular\omplex is indicative 
of potential inhibition of Hepatitis C virus helicase activity. \ 
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26. A methoQ for making an inhibitor of Hepatitis C virus helicase activity, the method 
comprising chemically or enzymatically synthesizing a chemical entity to yield an inhibitor of 
Hepatitis C viruis helicase activity, the chemical entity having been designed during a 
computer-assisted process comprising supplying a computer modeling application with a set 
of structure coordinates of a molecule or molecular complex, the molecule or molecular 
complex comprising at least a portion of at least one of a Hepatitis C virus helicase or 
Hepatitis C virus heli6ase-like binding site; supplying the computer modeling application 
with a set of structure coordinates for a chemical entity; evaluating the potential binding 
interactions between the chemical entity and a binding site of the molecule or molecular 
complex; structurally modimng the chemical entity to yield a set of structure coordinates for 
a modified chemical entity; and determimng whether the chemical entity is expected to bmd 
to or interfere with the molecule>ormolecular complex at the binding site, wherein binding to 
or interfering with the molecule cj(miolecular complex is in^ative of potential inhibition of 
Hepatitis C virus helicase activny. \ / / 

11. A method for making an ihhibitoD^fHepatitis C virus helicase activity, the method 
comprising chemically or enzyihatitally synthesizing a chemical entity to yield an inhibitor of 
Hepatitis C virus helicase activity, the chemical entity having been designed during a 
computer-assisted process comprising supplying a computer modeling application vdth a set 
of structure coordinates of a molecule or molecular complex, the molecule or molecular 
complex comprising at least a portion of at least onkof a Hepatitis C virus helicase or 
Hepatitis C virus helicase-like binding site; computationally buildmg a chemical entity 
represented by set of structure coordinates; and determining whether the chemical entity is 
expected to bind to or interfere with the molecule or molecular complex at a binding site, 
wherein binding to or interfering with the molecule or molecular complex is indicative of 
potential inhibition of Hepatitis C virus helicase activity. \ 

28. An inhibitor of Hepatitis C virus helicase activity identified, designed or made according 
to the method of any of the claims 16, 19, 22, 25, 26, and 27. \ 
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29. A composition comprising andnhibitor of Hepatitis C virus helicase activity identified or 
designed according to the method otany of the claims 16, 19, 22, 25, 26, and 27. 

30. A pharmaceutical composition commsing^ inhibitor of Hepatitis C virus heUcase 
activity identified or designed aco<^^^ to the method of any of the 16, 19, 22, 25, 26, and 
27 or a salt thereof, and pharmaceutically acceptable carrier. 

3 1 . A method for crystallizing a Hepatitis C virus helicase molecule or molecular complex 
comprising growing a crystal from a precipitant solution comprising purified Hepatitis C 
virus helicase, about 3% by weight to about 14% by weight PEG, about 5% by weight to 
about 15% by weight DMSO, and about 0.05M to about 0.07M potassium phosphate. 

32. A method for co-crystaUizing a Hepatitis C virus helicase molecule and a ligand to yield 
a molecular complex, comprising: 

exchanging purified Hepatitis C virus helicase into a solution comprising HEPES, 
EDTA, and dithiothreitol; 

concentrating the Hepatitis C virus helicase to a concentration of about 12-16mg/mL; 

combining concentrated Hepatitis C virus helicase with the Ugand in a mixture 
comprising about 4% by weight to about 14% by weight PEG and about 5% by weight to 
about 15% by weight DMSO; and 

growing a co-crystal by vapor diffusion. 

33. The method of claim 32 wherein combining the concentrated Hepatitis C virus helicase 
with the ligand in a mixture comprising PEG and DMSO and growing the co-crystal are 
performed in the absence of potassium phosphate. 

34. The method of claim 32 wherein the ligand binds to an NTP binding site on the Hepatitis 
C virus helicase. 

35. A method for crystallizing a Hepatitis C virus helicase molecule or molecular complex 
comprising growing a crystal by vapor diffusion with macro-seeding from a precipitant 
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solution comprising purified Hepatitis C virus helicase, HEPES, and about 4% by weight to 
about 14% by weight mono-alkyl ether of PEG. 

36. A method for co-crystallizing a Hepatitis C virus helicase molecule and a ligand to yield 
5 a molecular complex, comprising growing a crystal by vapor diffusion with macro-seedmg 
from a precipitant solution comprismg purified HCV helicase, HEPES, about 4% by weight 
to about 14% by weight mono-alkyl ether of PEG, and the ligand, wherein the ligand binds to 
at least one oligonucleotide binding site on the Hepatitis C virus helicase. 

10 37. The method of claims 31-36 wherein the amino acid sequence of the Hepatitis C virus 
helicase is SEQIDN0:1. 

38. Crystalline Hepatitis C virus helicase comprising a tetragonal crystal having unit cell 
dimensions ofa = b=109Ai3A;c = 84A±2A;a = P = y = 90°; and space group P4i; the 

1 5 unit cell containing two molecules in an asymmetric unit. 

39. The crystalline Hepatitis C virus helicase of claim 38 wherein the amino acid sequence 
of Hepatitis C virus helicase is SEQ ID N0:1. 

20 40. Crystalline Hepatitis C virus helicase comprising an orthorhombic crystal characterized 
by unit cell dimensions ofa = 66A±2A;b=110A±3A;c = 64A±2A;a = p = y = 90°; 
and a space group P2i2i2; the unit cell containing one molecule in the asymmetric unit. 

41 . The crystalline Hepatitis C virus helicase of claim 40 wherein the amino acid sequence 
15 of Hepatitis C vkus helicase is SEQ ID NO: 1 . 



42. Crystalline Hepatitis C virus hfi^ase having an amino acid sequence is SEQ ID NO: 1 . 

43. A composition comprising crystalline Hepatitis C virus helicase of any of claims 38-42. 
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44. A method for splving a crystal structure of a crystal of Hepatitis C virus helicase having 
unit cell dimensions ^a = b = 109A±3A;c = 84A±2A;a = P = Y = 90°; and space 
group P4i, the unit cell Containing two molecules in an asymmetric unit, the method 
comprising: \ 

generating an x-ray diffraction pattem from the crystal, 
collecting diffraction data, and 

analyzing the data to generate the structure coordinates for the Hepatitis C virus 
helicase. \ 

45. A method for solving a crysWl^tructure of a crystal of Hepatitis C virus helicase having 
unit cell dimensions of a = 66 AA 2 A;b=110A±3A;c = 64A±2A;a = p = Y = 90°; 
and a space group P2i2i2, the unit ^ell c^itaining Mte molecule in an asymmetric unit, the 
method comprising: V wf X 

generating an x-ray diffraction pattem from the crystal, 
collecting diffraction data, and \ 

analyzmg the data to generate the stm^ture coordinates for the Hepatitis C virus 
helicase. \ 

46. The method of claims 44 or 45 wherein the aWio acid sequence of the Hepatitis C virus 
heUcase is SEQ ID NO: 1 . \ 

47. A method for incorporating a chemical entity in a crystal comprising placing a 
tetragonal crystal of Hepatitis C virus helicase having unit cell dimensions of a = b = 109 A ± 
3A;c = 84A±2A;a = p = 'y = 90°; and space group P4i in an aqueous solution comprising 
about ImM to about lOmM chemical entity, and 0% by weight to about 15% by weight 
DMSO. 

48. A method for incorporating a chemical entity in a crystal comprising placing an 
orthorhombic crystal of Hepatitis C virus helicase having unit cell dimensions of a = 66 A ± 
2 A;b = 110A±3 A;c = 64A±2 A;a = p = Y-90°;andaspacegroupP2i2i2inan 
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aqueous solution comprising about ImM to about lOmM chemical entity, and 0% by weight 
to about 15% by weight DMSO. 
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